SEQUENCE LISTING 

(1) GENERAL INFORMATION: 

(iii) NUMBER OF SEQUENCES: 16 

(2) INFORMATION FOR SEQ ID NO: 1: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 963 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: double 

(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: N 
(iv) ANTI-SENSE: N 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(vii) IMMEDIATE SOURCE: 

(B) CLONE: pTrimer(TO) 
(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 12.. 947 
(D) OTHER INFORMATION: 

(xi) SEQUENCE DESCRIPTION: SEQ ID N0:1 

Hind III Bglll 

AAGCTTA CGTA AGATCTA ACGGTCTCCCTGGCCCCATTGGGCCCCCTGGTCCTCG 
CGGTCGCACTGGTGATGCTGGTCCTGTTGGTCCCCCCGGCCCTCCTGGACCTCCT 
GGTCCCCCTGGTCCTCCCAGCGCTGGTTTCGACTTCAGCTTCCTGCCCCAGCCAC 
CTCAAGAGAAGGCTCACGATGGTGGCCGCTACTACCGGGCTGATGATGCCAATGT 
GGTTCGTGACCGTGACCTCGAGGTGGACACCACCCTCAAGAGCCTGAGCCAGCAG 
ATCGAGAACATCCGGAGCCCAGAGGGAAGCCGCAAGAACCCCGCCCGCACCTGCC 
GTGACCTCAAGATGTGCCACTCTGACTGGAAGAGTGGAGAGTACTGGATTGACCC 
CAACCAAGGCTGCAACCTGGATGCCATCAAAGTCTTCTGCAACATGGAGACTGGT 
GAGACCTGCGTGTACCCCACTCAGCCCAGTGTGGCCCAGAAGAACTGGTACATCA 
GCAAGAACCCCAAGGACAAGAGGCATGTCTGGTTCGGCGAGAGCATGACCGATGG 
ATTCCAGTTCGAGTATGGCGGCCAGGGCTCCGACCCTGCCGATGTGGCCATCCAG 
CTGACCTTCCTGCGCCTGATGTCCACCGAGGCCTCCCAGAACATCACCTACCACT 
GCAAGAACAGCGTGGCCTACATGGACCAGCAGACTGGCAACCTCAAGAAGGCCCT 
GCTCCTCAAGGGCTCCAACGAGATCGAGATCCGCGCCGAGGGCAACAGCCGCTTC 
ACCTACAGCGTCACTGTCGATGGCTGCACGAGTCACACCGGAGCCTGGGGCAAGA 
CAGTGATTGAATACAAAACCACCAAGTCCTCCCGCCTGCCCATCATCGATGTGGC 



CCCCTTGGACGTTGGTGCCCCAGACCAGGAATTCGGCTTCGACGTTGGCCCTGTC 
TGCTTCCTGTAAACTCCCTCC ATCTAGA 

Xba I 

(2) INFORMATION FOR SEQ ID NO: 2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 311 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 



1 RS NGLPGPIG PPGPRGRTGD AGPVGPPGPP GPPGPPGPPS AGFDFSFLPQ PPQEKAHDGG 60 

61 RYYRADDANV VRDRDLEVDT TLKSLSQQIE NIRSPEGSRK NPARTCRDLK MCHSDWKSGE 120 

121 YWIDPNQGCN LDAIKVFCNM ETGETCVYPT QPSVAQKNWY ISKNPKDKRH VWFGESMTDG 180 

181 FQFEYGGQGS DPADVAIQLT FLRLMSTEAS QNITYHCKNS VAYMDQQTGN LKKALLLKGS 240 

241 NEIEIRAEGN SRFTYSVTVD GCTSHTGAWG KTVIEYKTTK SSRLPIIDVA PLDVGAPDQE 300 
301 FGFDVGPVCF L 

(2) INFORMATION FOR SEQ ID NO: 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 771 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: N 
(iv) ANTI-SENSE: N 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(vii) IMMEDIATE SOURCE: 

(B) CLONE: pTrimer(T2) 
(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 12.. 755 
(D) OTHER INFORMATION: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 

Hind III Bglll 

AAGCTTACGTAAGATCTGATGCCAATGTGGTTCGTGACCGTGACCTCGAGGTGGACACCACCCT 
CAAGAGCCTGAGCCAGCAGATCGAGAACATCCGGAGCCCAGAGGGAAGCCGCAAGAACCCCGCC 



CGCACCTGCCGTGACCTCAAGATGTGCCACTCTGACTGGAAGAGTGGAGAGTACTGGATTGACC 
CCAACCAAGGCTGCAACCTGGATGCCATCAAAGTCTTCTGCAACATGGAGACTGGTGAGACCTG 

CGTGTACCCCACTCAGCCCAGTGTGGCCCAGAAGAACTGGTACATCAGCAAGAACCCCAAGGAC 
AAGAGGCATGTCTGGTTCGGCGAGAGCATGACCGATGGATTCCAGTTCGAGTATGGCGGCCAGG 
GCTCCGACCCTGCCGATGTGGCCATCCAGCTGACCTTCCTGCGCCTGATGTCCACCGAGGCCTC 
CCAGAACATCACCTACCACTGCAAGAACAGCGTGGCCTACATGGACCAGCAGACTGGCAACCTC 
AAGAAGGCCCTGCTCCTCAAGGGCTCCAACGAGATCGAGATCCGCGCCGAGGGCAACAGCCGCT 
TCACCTACAGCGTCACTGTCGATGGCTGCACGAGTCACACCGGAGCCTGGGGCAAGACAGTGAT 
TGAATACAAAACCACCAAGTCCTCCCGCCTGCCCATCATCGATGTGGCCCCCTTGGACGTTGGT 
GCCCCAGACCAGGAATTCGGCTTCGACGTTGGCCCTGTCTGCTTCCTGTAAACTCCCTCC ATCT 
AGA 

Xba I 



(2) INFORMATION FOR SEQ ID NO: 4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 247 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 



1 RSDANVVRDR DLEVDTTLKS LSQQIENIRS 

61 PNQGCNLDAI KVFCNMETGE TCVYPTQPSV 

121 YGGQGSDPAD VAIQLTFLRL MSTEASQNIT 

181 IRAEGNSRFT YSVTVDGCTS HTGAWGKTVI 

241 VGPVCFL 



PEGSRKNPAR TCRDLKMCHS DWKSGEYWID 60 

AQKNWYISKN PKDKRHVWFG ESMTDGFQFE 120 

YHCKNSVAYM DQQTGNLKKA LLLKGSNEIE 180 

EYKTTKSSRL PIIDVAPLDV GAPDQEFGFD 240 



(2) INFORMATION FOR SEQ ID NO: 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2487 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: double 

(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: N 
(iv) ANTI-SENSE: N 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(vii) IMMEDIATE SOURCE: 



(B) CLONE: pTrimer/AP-TO 
(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 12.. 2471 
(D) OTHER INFORMATION: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5 



Hind III 

AAGCTT CCTGCATGCTGCTGCTGCTGCTGCTGCTGGGCCTGAGGCTACAGCTCTCCCTG 
GGCATCATCCCAGTTGAGGAGGAGAACCCGGACTTCTGGAACCGCGAGGCAGCCGAGGC 
CCTGGGTGCCGCCAAGAAGCTGCAGCCTGCACAGACAGCCGCCAAGAACCTCATCATCT 
TCCTGGGCGATGGGATGGGGGTGTCTACGGTGACAGCTGCCAGGATCCTAAAAGGGCAG 
AAGAAGGACAAACTGGGGCCTGAGATACCCCTGGCCATGGACCGCTTCCCATATGTGGC 
TCTGTCCAAGACATACAATGTAGACAAACATGTGCCAGACAGTGGAGCCACAGCCACGG 
CCTACCTGTGCGGGGTCAAGGGCAACTTCCAGACCATTGGCTTGAGTGCAGCCGCCCGC 
TTTAACCAGTGCAACACGACACGCGGCAACGAGGTCATCTCCGTGATGAATCGGGCCAA 
GAAAGCAGGGAAGTCAGTGGGAGTGGTAACCACCACACGAGTGCAGCACGCCTCGCCAG 
CCGGCACCTACGCCCACACGGTGAACCGCAACTGGTACTCGGACGCCGACGTGCCTGCC 
TCGGCCCGCCAGGAGGGGTGCCAGGACATCGCTACGCAGCTCATCTCCAACATGGACAT 
TGACGTGATCCTAGGTGGAGGCCGAAAGTACATGTTTCCCATGGGAACCCCAGACCCTG 
AGTACCCAGATGACTACAGCCAAGGTGGGACCAGGCTGGACGGGAAGAATCTGGTGCAG 
GAATGGCTGGCGAAGCGCCAGGGTGCCCGGTATGTGTGGAACCGCACTGAGCTCATGCA 
GGCTTCCCTGGACCCGTCTGTGACCCATCTCATGGGTCTCTTTGAGCCTGGAGACATGA 
AATACGAGATCCACCGAGACTCCACACTGGACCCCTCCCTGATGGAGATGACAGAGGCT 
GCCCTGCGCCTGCTGAGCAGGAACCCCCGCGGCTTCTTCCTCTTCGTGGAGGGTGGTCG 
CATCGACCATGGTCATCATGAAAGCAGGGCTTACCGGGCACTGACTGAGACGATCATGT 
TCGACGACGCCATTGAGAGGGCGGGCCAGCTCACCAGCGAGGAGGACACGCTGAGCCTC 
GTCACTGCCGACCACTCCCACGTCTTCTCCTTCGGAGGCTACCCCCTGCGAGGGAGCTC 
CATCTTCGGGCTGGCCCCTGGCAAGGCCCGGGACAGGAAGGCCTACACGGTCCTCCTAT 
ACGGAAACGGTCCAGGCTATGTGCTCAAGGACGGCGCCCGGCCGGATGTTACCGAGAGC 
GAGAGCGGGAGCCCCGAGTATCGGCAGCAGTCAGCAGTGCCCCTGGACGAAGAGACCCA 
CGCAGGCGAGGACGTGGCGGTGTTCGCGCGCGGCCCGCAGGCGCACCTGGTTCACGGCG 
TGCAGGAGCAGACCTTCATAGCGCACGTCATGGCCTTCGCCGCCTGCCTGGAGCCCTAC 
ACCGCCTGCGACCTGGCGCCCCCCGCCGGCACCACCGACGCCGCGCACCCGGGTTCCGG 
A AGATCTA ACGGTCTCCCTGGCCCCATTGGGCCCCCTGGTCCTCGCGGTCGCACTGGTG 
ATGCTGGTCCTGTTGGTCCCCCCGGCCCTCCTGGACCTCCTGGTCCCCCTGGTCCTCCC 
AGCGCTGGTTTCGACTTCAGCTTCCTGCCCCAGCCACCTCAAGAGAAGGCTCACGATGG 
TGGCCGCTACTACCGGGCTGATGATGCCAATGTGGTTCGTGACCGTGACCTCGAGGTGG 
ACACCACCCTCAAGAGCCTGAGCCAGCAGATCGAGAACATCCGGAGCCCAGAGGGAAGC 
CGCAAGAACCCCGCCCGCACCTGCCGTGACCTCAAGATGTGCCACTCTGACTGGAAGAG 
TGGAGAGTACTGGATTGACCCCAACCAAGGCTGCAACCTGGATGCCATCAAAGTCTTCT 
GCAACATGGAGACTGGTGAGACCTGCGTGTACCCCACTCAGCCCAGTGTGGCCCAGAAG 
AACTGGTACATCAGCAAGAACCCCAAGGACAAGAGGCATGTCTGGTTCGGCGAGAGCAT 



GACCGATGGATTCCAGTTCGAGTATGGCGGCCAGGGCTCCGACCCTGCCGATGTGGCCA 
TCCAGCTGACCTTCCTGCGCCTGATGTCCACCGAGGCCTCCCAGAACATCACCTACCAC 
TGCAAGAACAGCGTGGCCTACATGGACCAGCAGACTGGCAACCTCAAGAAGGCCCTGCT 
CCTCAAGGGCTCCAACGAGATCGAGATCCGCGCCGAGGGCAACAGCCGCTTCACCTACA 
GCGTCACTGTCGATGGCTGCACGAGTCACACCGGAGCCTGGGGCAAGACAGTGATTGAA 
TACAAAACCACCAAGTCCTCCCGCCTGCCCATCATCGATGTGGCCCCCTTGGACGTTGG 
TGCCCCAGACCAGGAATTCGGCTTCGACGTTGGCCCTGTCTGCTTCCTGTAAACTCCCT 
CC ATCTAGA 

Xba I 



(2) INFORMATION FOR SEQ ID NO: 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 819 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6 

1 MLLLLLLLGL RLQLSLGIIP VEEENPDFWN REAAEALGAA KKLQPAQTAA KNLIIFLGDG 60 

61 MGVSTVTAAR ILKGQKKDKL GPEIPLAMDR FPYVALSKTY NVDKHVPDSG ATATAYLCGV 120 

121 KGNFQTIGLS AAARFNQCNT TRGNEVISVM NRAKKAGKSV GWTTTRVQH ASPAGTYAHT 180 

181 VNRNWYSDAD VPASARQEGC QDIATQLISN MDIDVILGGG RKYMFPMGTP DPEYPDDYSQ 240 

241 GGTRLDGKNL VQEWLAKRQG ARYVWNRTEL MQASLDPSVT HLMGLFEPGD MKYEIHRDST 300 

301 LDPSLMEMTE AALRLLSRNP RGFFLFVEGG RIDHGHHESR AYRALTETIM FDDAIERAGQ 360 

361 LTSEEDTLSL VTADHSHVFS FGGYPLRGSS IFGLAPGKAR DRKAYTVLLY GNGPGYVLKD 420 

421 GARPDVTESE SGSPEYRQQS AVPLDEETHA GEDVAVFARG PQAHLVHGVQ EQTFIAHVMA 480 

481 FAACLEPYTA CDLAPPAGTT DAAHPGSGRS NGLPGPIGPP GPRGRTGDAG PVGPPGPPGP 540 

541 PGPPGPP SAG FDFSFLPQPP QEKAHDGGRY YRADDANWR DRDLEVDTTL KSLSQQIENI 600 

601 RSPEGSRKNP ARTCRDLKMC HSDWKSGEYW IDPNQGCNLD AIKVFCNMET GETCVYPTQP 660 

661 SVAQKNWYIS KNPKDKRHVW FGESMTDGFQ FEYGGQGSDP ADVAIQLTFL RLMSTEASQN 720 

721 ITYHCKNSVA YMDQQTGNLK KALLLKGSNE lEIRAEGNSR FTYSVTVDGC TSHTGAWGKT 780 

781 VIEYKTTKSS RLPIIDVAPL DVGAPDQEFG FDVGPVCFL 



(2) INFORMATION FOR SEQ ID NO: 7: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2294 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : double 

(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: N 
(iv) ANTI-SENSE: N 
(vi) ORIGINAL SOURCE: 



(A) ORGANISM: Homo sapiens 



(vii) IMMEDIATE SOURCE: 

(B) CLONE: pTrimer/AP-T2 
(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 12.. 2278 
(D) OTHER INFORMATION: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7 

Hind III 

AAGCTTCCTGCATGCTGCTGCTGCTGCTGCTGCTGGGCCTGAGGCTACAGCTCTCCCTG 

GGCATCATCCCAGTTGAGGAGGAGAACCCGGACTTCTGGAACCGCGAGGCAGCCGAGGC 

CCTGGGTGCCGCCAAGAAGCTGCAGCCTGCACAGACAGCCGCCAAGAACCTCATCATCT 

TCCTGGGCGATGGGATGGGGGTGTCTACGGTGACAGCTGCCAGGATCCTAAAAGGGCAG 

AAGAAGGACAAACTGGGGCCTGAGATACCCCTGGCCATGGACCGCTTCCCATATGTGGC 

TCTGTCCAAGACATACAATGTAGACAAACATGTGCCAGACAGTGGAGCCACAGCCACGG 

CCTACCTGTGCGGGGTCAAGGGCAACTTCCAGACCATTGGCTTGAGTGCAGCCGCCCGC 

TTTAACCAGTGCAACACGACACGCGGCAACGAGGTCATCTCCGTGATGAATCGGGCCAA 

GAAAGCAGGGAAGTCAGTGGGAGTGGTAACCACCACACGAGTGCAGCACGCCTCGCCAG 

CCGGCACCTACGCCCACACGGTGAACCGCAACTGGTACTCGGACGCCGACGTGCCTGCC 

TCGGCCCGCCAGGAGGGGTGCCAGGACATCGCTACGCAGCTCATCTCCAACATGGACAT 

TGACGTGATCCTAGGTGGAGGCCGAAAGTACATGTTTCCCATGGGAACCCCAGACCCTG 

AGTACCCAGATGACTACAGCCAAGGTGGGACCAGGCTGGACGGGAAGAATCTGGTGCAG 

GAATGGCTGGCGAAGCGCCAGGGTGCCCGGTATGTGTGGAACCGCACTGAGCTCATGCA 

GGCTTCCCTGGACCCGTCTGTGACCCATCTCATGGGTCTCTTTGAGCCTGGAGACATGA 

AATACGAGATCCACCGAGACTCCACACTGGACCCCTCCCTGATGGAGATGACAGAGGCT 

GCCCTGCGCCTGCTGAGCAGGAACCCCCGCGGCTTCTTCCTCTTCGTGGAGGGTGGTCG 

CATCGACCATGGTCATCATGAAAGCAGGGCTTACCGGGCACTGACTGAGACGATCATGT 

TCGACGACGCCATTGAGAGGGCGGGCCAGCTCACCAGCGAGGAGGACACGCTGAGCCTC 

GTCACTGCCGACCACTCCCACGTCTTCTCCTTCGGAGGCTACCCCCTGCGAGGGAGCTC 

CATCTTCGGGCTGGCCCCTGGCAAGGCCCGGGACAGGAAGGCCTACACGGTCCTCCTAT 

ACGGAAACGGTCCAGGCTATGTGCTCAAGGACGGCGCCCGGCCGGATGTTACCGAGAGC 

GAGAGCGGGAGCCCCGAGTATCGGCAGCAGTCAGCAGTGCCCCTGGACGAAGAGACCCA 

CGCAGGCGAGGACGTGGCGGTGTTCGCGCGCGGCCCGCAGGCGCACCTGGTTCACGGCG 

TGCAGGAGCAGACCTTCATAGCGCACGTCATGGCCTTCGCCGCCTGCCTGGAGCCCTAC 

ACCGCCTGCGACCTGGCGCCCCCCGCCGGCACCACCGACGCCGCGCACCCGGGTTCCGG 

AGATCTGATGCCAATGTGGTTCGTGACCGTGACCTCGAGGTGGACACCACCCTCAAGAG 

CCTGAGCCAGCAGATCGAGAACATCCGGAGCCCAGAGGGAAGCCGCAAGAACCCCGCCC 

GCACCTGCCGTGACCTCAAGATGTGCCACTCTGACTGGAAGAGTGGAGAGTACTGGATT 

GACCCCAACCAAGGCTGCAACCTGGATGCCATCAAAGTCTTCTGCAACATGGAGACTGG 

TGAGACCTGCGTGTACCCCACTCAGCCCAGTGTGGCCCAGAAGAACTGGTACATCAGCA 

AGAACCCCAAGGACAAGAGGCATGTCTGGTTCGGCGAGAGCATGACCGATGGATTCCAG 

TTCGAGTATGGCGGCCAGGGCTCCGACCCTGCCGATGTGGCCATCCAGCTGACCTTCCT 



GCGCCTGATGTCCACCGAGGCCTCCCAGAACATCACCTACCACTGCAAGAACAGCGTGG 
CCTACATGGACCAGCAGACTGGCAACCTCAAGAAGGCCCTGCTCCTCAAGGGCTCCAAC 
GAGATCGAGATCCGCGCCGAGGGCAACAGCCGCTTCACCTACAGCGTCACTGTCGATGG 
CTGCACGAGTCACACCGGAGCCTGGGGCAAGACAGTGATTGAATACAAAACCACCAAGT 
CCTCCCGCCTGCCCATCATCGATGTGGCCCCCTTGGACGTTGGTGCCCCAGACCAGGAA 
TTCGGCTTCGACGTTGGCCCTGTCTGCTTCCTGTAAACTCCCTCCATCTAGA 

Xba I 



(2) INFORMATION FOR SEQ ID NO: 8: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 755 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8 

1 MLLLLLLLGL RLQLSLGIIP VEEENPDFWN REAAEALGAA KKLQPAQTAA KNLIIFLGDG 60 

61 MGVSTVTAAR ILKGQKKDKL GPEIPLAMDR FPYVALSKTY NVDKHVPDSG ATATAYLCGV 120 

121 KGNFQTIGLS AAARFNQCNT TRGNEVISVM NRAKKAGKSV GVVTTTRVQH ASPAGTYAHT 180 

181 VNRNWYSDAD VPASARQEGC QDIATQLISN MDIDVILGGG RKYMFPMGTP DPEYPDDYSQ 240 

241 GGTRLDGKNL VQEWLAKRQG ARYVWNRTEL MQASLDPSVT HLMGLFEPGD MKYEIHRDST 300 

301 LDPSLMEMTE AALRLLSRNP RGFFLFVEGG RIDHGHHESR AYRALTETIM FDDAIERAGQ 360 

361 LTSEEDTLSL VTADHSHVFS FGGYPLRGSS IFGLAPGKAR DRKAYTVLLY GNGPGYVLKD 420 

421 GARPDVTESE SGSPEYRQQS AVPLDEETHA GEDVAVFARG PQAHLVHGVQ EQTFIAHVMA 480 

481 FAACLEPYTA CDLAPPAGTT DAAHPGSGRS DANWRDRDL EVDTTLKSLS QQIENIRSPE 540 

541 GSRKNPARTC RDLKMCHSDW KSGEYWIDPN QGCNLDAIKV FCNMETGETC VYPTQPSVAQ 600 

601 KNWYISKNPK DKRHVWFGES MTDGFQFEYG GQGSDPADVA IQLTFLRLMS TEASQNITYH 660 

661 CKNSVAYMDQ QTGNLKKALL LKGSNEIEIR AEGNSRFTYS VTVDGCTSHT GAWGKTVIEY 720 
721 KTTKSSRLPI IDVAPLDVGA PDQEFGFDVG PVCFL 



(2) INFORMATION FOR SEQ ID NO: 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1734 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: double 

(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: N 
(iv) ANTI-SENSE: N 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 



(vii) IMMEDIATE SOURCE: 

(B) CLONE: pTrimer/sTNFRII-TO 
(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 18.. 1718 
(D) OTHER INFORMATION: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9 

Bam HI 

GGATCCCGCCCGCACCCAT6GCGCCCGTCGCCGTCTGGGCCGCGCTGGCCGTCGGACTGGAGCT 

CTGGGCTGCGGCGCACGCCTTGCCCGCCCAGGTGGCATTTACACCCTACGCCCCGGAGCCCGGG 

AGCACATGCCGGCTCAGAGAATACTATGACCAGACAGCTCAGATGTGCTGCAGCAAATGCTCGC 

CGGGCCAACATGCAAAAGTCTTCTGTACCAAGACCTCGGACACCGTGTGTGACTCCTGTGAGGA 

CAGCACATACACCCAGCTCTGGAACTGGGTTCCCGAGTGCTTGAGCTGTGGCTCCCGCTGTAGC 

TCTGACCAGGTGGAAACTCAAGCCTGCACTCGGGAACAGAACCGCATCTGCACCTGCAGGCCCG 

GCTGGTACTGCGCGCTGAGCAAGCAGGAGGGGTGCCGGCTGTGCGCGCCGCTGCGCAAGTGCCG 

CCCGGGCTTCGGCGTGGCCAGACCAGGAACTGAAACATCAGACGTGGTGTGCAAGCCCTGTGCC 

CCGGGGACGTTCTCCAACACGACTTCATCCACGGATATTTGCAGGCCCCACCAGATCTGTAACG 

TGGTGGCCATCCCTGGGAATGCAAGCATGGATGCAGTCTGCACGTCCACGTCCCCCACCCGGAG 

TATGGCCCCAGGGGCAGTACACTTACCCCAGCCAGTGTCCACACGATCCCAACACACGCAGCCA 

ACTCCAGAACCCAGCACTGCTCCAAGCACCTCCTTCCTGCTCCCAATGGGCCCCAGCCCCCCAG 

CTGAAGGGAGCACTGGATCTAACGGTCTCCCTGGCCCCATTGGGCCCCCTGGTCCTCGCGG 

TCGCACTGGTGATGCTGGTCCTGTTGGTCCCCCCGGCCCTCCTGGACCTCCTGGTCCCC 

CTGGTCCTCCCAGCGCTGGTTTCGACTTCAGCTTCCTGCCCCAGCCACCTCAAGAGAAG 

GCTCACGATGGTGGCCGCTACTACCGGGCTGATGATGCCAATGTGGTTCGTGACCGTGA 

CCTCGAGGTGGACACCACCCTCAAGAGCCTGAGCCAGCAGATCGAGAACATCCGGAGCC 

CAGAGGGAAGCCGCAAGAACCCCGCCCGCACCTGCCGTGACCTCAAGATGTGCCACTCT 

GACTGGAAGAGTGGAGAGTACTGGATTGACCCCAACCAAGGCTGCAACCTGGATGCCAT 

CAAAGTCTTCTGCAACATGGAGACTGGTGAGACCTGCGTGTACCCCACTCAGCCCAGTG 

TGGCCCAGAAGAACTGGTACATCAGCAAGAACCCCAAGGACAAGAGGCATGTCTGGTTC 

GGCGAGAGCATGACCGATGGATTCCAGTTCGAGTATGGCGGCCAGGGCTCCGACCCTGC 

CGATGTGGCCATCCAGCTGACCTTCCTGCGCCTGATGTCCACCGAGGCCTCCCAGAACA 

TCACCTACCACTGCAAGAACAGCGTGGCCTACATGGACCAGCAGACTGGCAACCTCAAG 

AAGGCCCTGCTCCTCAAGGGCTCCAACGAGATCGAGATCCGCGCCGAGGGCAACAGCCG 

CTTCACCTACAGCGTCACTGTCGATGGCTGCACGAGTCACACCGGAGCCTGGGGCAAGA 

CAGTGATTGAATACAAAACCACCAAGTCCTCCCGCCTGCCCATCATCGATGTGGCCCCC 

TTGGACGTTGGTGCCCCAGACCAGGAATTCGGCTTCGACGTTGGCCCTGTCTGCTTCCT 
GTAAACT CCCT CCATCTAGA 
Xba I 



(2) INFORMATION FOR SEQ ID NO: 10: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 566 amino acids 

(B) TYPE: amino acid 



(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: protein 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10 



1 MAPVAVWAAL AVGLELWAAA HALPAQVAFT PYAPEPGSTC RLREYYDQTA QMCCSKCSPG 60 

61 QHAKVFCTKT SDTVCDSCED STYTQLWNWV PECLSCGSRC SSDQVETQAC TREQNRICTC 120 

121 RPGWYCALSK QEGCRLCAPL RKCRPGFGVA RPGTETSDW CKPCAPGTFS NTTSSTDICR 180 

181 PHQICNWAI PGNASMDAVC TSTSPTRSMA PGAVHLPQPV STRSQHTQPT PEPSTAPSTS 240 

241 FLLPMGPSPP AEGSTGS NGL PGPIGPPGPR GRTGDAGPVG PPGPPGPPGP PGPP SAGFDF 300 

301 SFLPQPPQEK AHDGGRYYRA DDANWRDRD LEVDTTLKSL SQQIENIRSP EGSRKNPART 360 

361 CRDLKMCHSD WKSGEYWIDP NQGCNLDAIK VFCNMETGET CVYPTQPSVA QKNWYISKNP 420 

421 KDKRHVWFGE SMTDGFQFEY GGQGSDPADV AIQLTFLRLM STEASQNITY HCKNSVAYMD 480 

481 QQTGNLKKAL LLKGSNEIEI RAEGNSRFTY SVTVDGCTSH TGAWGKTVIE YKTTKSSRLP 540 
541 IIDVAPLDVG APDQEFGFDV GPVCFL 



(2) INFORMATION FOR SEQ ID NO: 11: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1542 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: double 

(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: N 
(iv) ANTI-SENSE: N 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(vii) IMMEDIATE SOURCE: 

(B) CLONE: pTrimer/sTNFRII-T2 
(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 18.. 1526 
(D) OTHER INFORMATION: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11 

Bam HI 

GGATCCCGCCCGCACCCATGGCGCCCGTCGCCGTCTGGGCCGCGCTGGCCGTCGGACTGGAGCT 
CTGGGCTGCGGCGCACGCCTTGCCCGCCCAGGTGGCATTTACACCCTACGCCCCGGAGCCCGGG 
AGCACATGCCGGCTCAGAGAATACTATGACCAGACAGCTCAGATGTGCTGCAGCAAATGCTCGC 
CGGGCCAACATGCAAAAGTCTTCTGTACCAAGACCTCGGACACCGTGTGTGACTCCTGTGAGGA 
CAGCACATACACCCAGCTCTGGAACTGGGTTCCCGAGTGCTTGAGCTGTGGCTCCCGCTGTAGC 
TCTGACCAGGTGGAAACTCAAGCCTGCACTCGGGAACAGAACCGCATCTGCACCTGCAGGCCCG 



GCTGGTACTGCGCGCTGAGCAAGCAGGAGGGGTGCCGGCTGTGCGCGCCGCTGCGCAAGTGCCG 

CCCGGGCTTCGGCGTGGCCAGACCAGGAACTGAAACATCAGACGTGGTGTGCAAGCCCTGTGCC 

CCGGGGACGTTCTCCAACACGACTTCATCCACGGATATTTGCAGGCCCCACCAGATCTGTAACG 

TGGTGGCCATCCCTGGGAATGCAAGCATGGATGCAGTCTGCACGTCCACGTCCCCCACCCGGAG 

TATGGCCCCAGGGGCAGTACACTTACCCCAGCCAGTGTCCACACGATCCCAACACACGCAGCCA 

ACTCCAGAACCCAGCACTGCTCCAAGCACCTCCTTCCTGCTCCCAATGGGCCCCAGCCCCCCAG 

CTGAAGGGAGCACTGGATCTGATGCCAATGTGGTTCGTGACCGTGACCTCGAGGTGGACAC 

CACCCTCAAGAGCCTGAGCCAGCAGATCGAGAACATCCGGAGCCCAGAGGGAAGCCGCA 

AGAACCCCGCCCGCACCTGCCGTGACCTCAAGATGTGCCACTCTGACTGGAAGAGTGGA 

GAGTACTGGATTGACCCCAACCAAGGCTGCAACCTGGATGCCATCAAAGTCTTCTGCAA 

CATGGAGACTGGTGAGACCTGCGTGTACCCCACTCAGCCCAGTGTGGCCCAGAAGAACT 

GGTACATCAGCAAGT^CCCCAAGGACAAGAGGCATGTCTGGTTCGGCGAGAGCATGACC 

GATGGATTCCAGTTCGAGTATGGCGGCCAGGGCTCCGACCCTGCCGATGTGGCCATCCA 

GCTGACCTTCCTGCGCCTGATGTCCACCGAGGCCTCCCAGAACATCACCTACCACTGCA 

AGAACAGCGTGGCCTACATGGACCAGCAGACTGGCAACCTCAAGAAGGCCCTGCTCCTC 

AAGGGCTCCAACGAGATCGAGATCCGCGCCGAGGGCAACAGCCGCTTCACCTACAGCGT 

CACTGTCGATGGCTGCACGAGTCACACCGGAGCCTGGGGCAAGACAGTGATTGAATACA 

AAACCACCAAGTCCTCCCGCCTGCCCATCATCGATGTGGCCCCCTTGGACGTTGGTGCC 

CCAGACCAGGAATTCGGCTTCGACGTTGGCCCTGTCTGCTTCCTGTAAACTCCCTCCAT 
CTAGA 

Xba I 



(2) INFORMATION FOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 502 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12 



1 MAPVAVWAAL AVGLELWAAA HALPAQVAFT 
61 QHAKVFCTKT SDTVCDSCED STYTQLWNWV 
121 RPGWYCALSK QEGCRLCAPL RKCRPGFGVA 
181 PHQICNWAI PGNASMDAVC TSTSPTRSMA 
241 FLLPMGPSPP AEGSTGSDAN VVRDRDLEVD 
301 KMCHSDWKSG EYWIDPNQGC NLDAIKVFCN 
361 HVWFGESMTD GFQFEYGGQG SDPADVAIQL 
421 NLKKALLLKG SNEIEIRAEG NSRFTYSVTV 
481 APLDVGAPDQ EFGFDVGPVC FL 



PYAPEPGSTC RLREYYDQTA QMCCSKCSPG 60 

PECLSCGSRC SSDQVETQAC TREQNRICTC 120 

RPGTETSDVV CKPCAPGTFS NTTSSTDICR 180 

PGAVHLPQPV STRSQHTQPT PEPSTAPSTS 240 

TTLKSLSQQI ENIRSPEGSR KNPARTCRDL 300 

METGETCVYP TQPSVAQKNW YISKNPKDKR 360 

TFLRLMSTEA SQNITYHCKN SVAYMDQQTG 420 

DGCTSHTGAW GKTVIEYKTT KSSRLPIIDV 4 80 



(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 



(A) LENGTH: 2139 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS: double 

(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 

(iii) HYPOTHETICAL: N 
(iv) ANTI-SENSE: N 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(vii) IMMEDIATE SOURCE: 

(B) CLONE: pTrimer/sCD4-T0 
(ix) FEATURE: 

(A) NAME /KEY: CDS 

(B) LOCATION: 24.. 2123 
(D) OTHER INFORMATION: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13 

Hind III 

AAGCTTCCCTCGGCAAGGCCACAATGAACCGGGGAGTCCCTTTTAGGCACTTGCTTCTG 
GTGCTGCAACTGGCGCTCCTCCCAGCAGCCACTCAGGGAAAGAAAGTGGTGCTGGGCAA 
AAAAGGGGATACAGTGGAACTGACCTGTACAGCTTCCCAGAAGAAGAGCATACAATTCC 
ACTGGAAAAACTCCAACCAGATAAAGATTCTGGGAAATCAGGGCTCCTTCTTAACTAAA 
GGTCCATCCAAGCTGAATGATCGCGCTGACTCAAGAAG7y\GCCTTTGGGACCAAGGAAA 
CTTTCCCCTGATCATCAAGAATCTTAAGATAGAAGACTCAGATACTTACATCTGTGAAG 
TGGAGGACCAGAAGGAGGAGGTGCAATTGCTAGTGTTCGGATTGACTGCCAACTCTGAC 
ACCCACCTGCTTCAGGGGCAGAGCCTGACCCTGACCTTGGAGAGCCCCCCTGGTAGTAG 
CCCCTCAGTGCAATGTAGGAGTCCAAGGGGTAAAAACATACAGGGGGGGAAGACCCTCT 
CCGTGTCTCAGCTGGAGCTCCAGGATAGTGGCACCTGGACATGCACTGTCTTGCAGAAC 
CAGAAGAAGGTGGAGTTCAAAATAGACATCGTGGTGCTAGCTTTCCAGAAGGCCTCCAG 
CATAGTCTATAAGAAAGAGGGGGAACAGGTGGAGTTCTCCTTCCCACTCGCCTTTACAG 
TTGAAAAGCTGACGGGCAGTGGCGAGCTGTGGTGGCAGGCGGAGAGGGCTTCCTCCTCC 
AAGTCTTGGATCACCTTTGACCTGAAGAACAAGGAAGTGTCTGTAAAACGGGTTACCCA 
GGACCCTAAGCTCCAGATGGGCAAGAAGCTCCCGCTCCACCTCACCCTGCCCCAGGCCT 
TGCCTCAGTATGCTGGCTCTGGAAACCTCACCCTGGCCCTTGAAGCGAAAACAGGAAAG 
TTGCATCAGGAAGTGAACCTGGTGGTGATGAGAGCCACTCAGCTCCAGAAAAATTTGAC 
CTGTGAGGTGTGGGGACCCACCTCCCCTAAGCTGATGCTGAGCTTGAAACTGGAGAACA 
AGGAGGCAAAGGTCTCGAAGCGGGAGAAGGCGGTGTGGGTGCTGAACCCTGAGGCGGGG 
ATGTGGCAGTGTCTGCTGAGTGACTCGGGACAGGTCCTGCTGGAATCCAACATCAAGGT 
TCTGCCCAGATCTAACGGTCTCCCTGGCCCCATTGGGCCCCCTGGTCCTCGCGGTCGCA 
CTGGTGATGCTGGTCCTGTTGGTCCCCCCGGCCCTCCTGGACCTCCTGGTCCCCCTGGT 
CCTCCCAGCGCTGGTTTCGACTTCAGCTTCCTGCCCCAGCCACCTCAAGAGAAGGCTCA 
CGATGGTGGCCGCTACTACCGGGCTGATGATGCCAATGTGGTTCGTGACCGTGACCTCG 



AGGTGGACACCACCCTCAAGAGCCTGAGCCAGCAGATCGAGAACATCCGGAGCCCAGAG 

GGAAGCCGCAAGAACCCCGCCCGCACCTGCCGTGACCTCAAGATGTGCCACTCTGACTG 

GAAGAGTGGAGAGTACTGGATTGACCCCAACCAAGGCTGCAACCTGGATGCCATCAAAG 

TCTTCTGCAACATGGAGACTGGTGAGACCTGCGTGTACCCCACTCAGCCCAGTGTGGCC 

CAGAAGAACTGGTACATCAGCAAGAACCCCAAGGACAAGAGGCATGTCTGGTTCGGCGA 

GAGCATGACCGATGGATTCCAGTTCGAGTATGGCGGCCAGGGCTCCGACCCTGCCGATG 

TGGCCATCCAGCTGACCTTCCTGCGCCTGATGTCCACCGAGGCCTCCCAGAACATCACC 

TACCACTGCAAGAACAGCGTGGCCTACATGGACCAGCAGACTGGCAACCTCAAGAAGGC 

CCTGCTCCTCAAGGGCTCCAACGAGATCGAGATCCGCGCCGAGGGCAACAGCCGCTTCA 

CCTACAGCGTCACTGTCGATGGCTGCACGAGTCACACCGGAGCCTGGGGCAAGACAGTG 

ATTGAATACAAAACCACCAAGTCCTCCCGCCTGCCCATCATCGATGTGGCCCCCTTGGA 

CGTTGGTGCCCCAGACCAGGAATTCGGCTTCGACGTTGGCCCTGTCTGCTTCCTGTAAA 
CTCCCTCC ATCTAGA 

Xba I 



(2) INFORMATION FOR SEQ ID NO: 14: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 699 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14 



1 MNRGVPFRHL LLVLQLALLP AATQGKKWL GKKGDTVELT CTASQKKSIQ FHWKNSNQIK 
61 ILGNQGSFLT KGPSKLNDRA DSRRSLWDQG NFPLIIKNLK lEDSDTYICE VEDQKEEVQL 
121 LVFGLTANSD THLLQGQSLT LTLESPPGSS PSVQCRSPRG KNIQGGKTLS VSQLELQDSG 
181 TWTCTVLQNQ KKVEFKIDIV VLAFQKASSI VYKKEGEQVE FSFPLAFTVE KLTGSGELWW 
241 QAERASSSKS WITFDLKNKE VSVKRVTQDP KLQMGKKLPL HLTLPQALPQ YAGSGNLTLA 
301 LEAKTGKLHQ EVNLWMRAT QLQKNLTCEV WGPTSPKLML SLKLENKEAK VSKREKAVWV 
361 LNPEAGMWQC LLSDSGQVLL ESNIKVLPRS NGLPGPIGPP GPRGRTGDAG PVGPPGPPGP 
421 PGPPGPPSAG FDFSFLPQPP QEKAHDGGRY YRADDANVVR DRDLEVDTTL KSLSQQIENI 
481 RSPEGSRKNP ARTCRDLKMC HSDWKSGEYW IDPNQGCNLD AIKVFCNMET GETCVYPTQP 
541 SVAQKNWYIS KNPKDKRHVW FGESMTDGFQ FEYGGQGSDP ADVAIQLTFL RLMSTEASQN 
601 ITYHCKNSVA YMDQQTGNLK KALLLKGSNE lEIRAEGNSR FTYSVTVDGC TSHTGAWGKT 
661 VIEYKTTKSS RLPIIDVAPL DVGAPDQEFG FDVGPVCFL 



60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 



(2) INFORMATION FOR SEQ ID NO: 15: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1947 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : double 



(D) TOPOLOGY: linear 
(ii) MOLECULE TYPE: cDNA 
(iii) HYPOTHETICAL: N 
(iv) ANTI-SENSE: N 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 

(vii) IMMEDIATE SOURCE: 

(B) CLONE: pTrimer/sCD4-T2 
(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) LOCATION: 24.. 1931 
(D) OTHER INFORMATION: 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 15 

Hind III 

AAGCTTCCCTCGGCAAGGCCACAATGAACCGGGGAGTCCCTTTTAGGCACTTGCTTCTG 

GTGCTGCAACTGGCGCTCCTCCCAGCAGCCACTCAGGGAAAGAAAGTGGTGCTGGGCAA 

AAAAGGGGATACAGTGGAACTGACCTGTACAGCTTCCCAGAAGAAGAGCATACAATTCC 

ACTGGAAAAACTCCAACCAGATAAAGATTCTGGGAAATCAGGGCTCCTTCTTAACTAAA 

GGTCCATCCAAGCTGAATGATCGCGCTGACTCAAGAAGAAGCCTTTGGGACCAAGGAAA 

CTTTCCCCTGATCATCAAGAATCTTAAGATAGAAGACTCAGATACTTACATCTGTGAAG 

TGGAGGACCAGAAGGAGGAGGTGCAATTGCTAGTGTTCGGATTGACTGCCAACTCTGAC 

ACCCACCTGCTTCAGGGGCAGAGCCTGACCCTGACCTTGGAGAGCCCCCCTGGTAGTAG 

CCCCTCAGTGCAATGTAGGAGTCCAAGGGGTAAAAACATACAGGGGGGGAAGACCCTCT 

CCGTGTCTCAGCTGGAGCTCCAGGATAGTGGCACCTGGACATGCACTGTCTTGCAGAAC 

CAGAAGAAGGTGGAGTTCAAAATAGACATCGTGGTGCTAGCTTTCCAGAAGGCCTCCAG 

CATAGTCTATAAGAAAGAGGGGGAACAGGTGGAGTTCTCCTTCCCACTCGCCTTTACAG 

TTGAAAAGCTGACGGGCAGTGGCGAGCTGTGGTGGCAGGCGGAGAGGGCTTCCTCCTCC 

AAGTCTTGGATCACCTTTGACCTGAAGAACAAGGAAGTGTCTGTAAAACGGGTTACCCA 

GGACCCTAAGCTCCAGATGGGCAAGAAGCTCCCGCTCCACCTCACCCTGCCCCAGGCCT 

TGCCTCAGTATGCTGGCTCTGGAAACCTCACCCTGGCCCTTGAAGCGAAAACAGGAAAG 

TTGCATCAGGAAGTGAACCTGGTGGTGATGAGAGCCACTCAGCTCCAGAAAAATTTGAC 

CTGTGAGGTGTGGGGACCCACCTCCCCTAAGCTGATGCTGAGCTTGAAACTGGAGAACA 

AGGAGGCAAAGGTCTCGAAGCGGGAGAAGGCGGTGTGGGTGCTGAACCCTGAGGCGGGG 

ATGTGGCAGTGTCTGCTGAGTGACTCGGGACAGGTCCTGCTGGAATCCAACATCAAGGT 

TCTGCCCAGATCTGATGCCAATGTGGTTCGTGACCGTGACCTCGAGGTGGACACCACCC 

TCAAGAGCCTGAGCCAGCAGATCGAGAACATCCGGAGCCCAGAGGGAAGCCGCAAGAAC 

CCCGCCCGCACCTGCCGTGACCTCAAGATGTGCCACTCTGACTGGAAGAGTGGAGAGTA 

CTGGATTGACCCCAACCAAGGCTGCAACCTGGATGCCATCAAAGTCTTCTGCAACATGG 

AGACTGGTGAGACCTGCGTGTACCCCACTCAGCCCAGTGTGGCCCAGAAGAACTGGTAC 

ATCAGCAAGAACCCCAAGGACAAGAGGCATGTCTGGTTCGGCGAGAGCATGACCGATGG 

ATTCCAGTTCGAGTATGGCGGCCAGGGCTCCGACCCTGCCGATGTGGCCATCCAGCTGA 



CCTTCCTGCGCCTGATGTCCACCGAGGCCTCCCAGAACATCACCTACCACTGCAAGAAC 

AGCGTGGCCTACATGGACCAGCAGACTGGCAACCTCAAGAAGGCCCTGCTCCTCAAGGG 

CTCCAACGAGATCGAGATCCGCGCCGAGGGCAACAGCCGCTTCACCTACAGCGTCACTG 

TCGATGGCTGCACGAGTCACACCGGAGCCTGGGGCAAGACAGTGATTGAATACAAAACC 

ACCAAGTCCTCCCGCCTGCCCATCATCGATGTGGCCCCCTTGGACGTTGGTGCCCCAGA 

CCAGGAATTCGGCTTCGACGTTGGCCCTGTCTGCTTCCTGTAAACTCCCTCC ATCTAGA 

Xba I 



(2) INFORMATION FOR SEQ ID NO: 16: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 635 amino acids 

(B) TYPE: amino acid 
(D) TOPOLOGY: linear 

(ii) MOLECULE TYPE: protein 
(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo sapiens 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16 



1 MNRGVPFRHL LLVLQLALLP AATQGKKWL GKKGDTVELT CTASQKKSIQ FHWKNSNQIK 60 

61 ILGNQGSFLT KGPSKLNDRA DSRRSLWDQG NFPLIIKNLK lEDSDTYICE VEDQKEEVQL 120 

121 LVFGLTANSD THLLQGQSLT LTLESPPGSS PSVQCRSPRG KNIQGGKTLS VSQLELQDSG 180 

181 TWTCTVLQNQ KKVEFKIDIV VLAFQKASSI VYKKEGEQVE FSFPLAFTVE KLTGSGELWW 240 

241 QAERASSSKS WITFDLKNKE VSVKRVTQDP KLQMGKKLPL HLTLPQALPQ YAGSGNLTLA 300 

301 LEAKTGKLHQ EVNLWMRAT QLQKNLTCEV WGPTSPKLML SLKLENKEAK VSKREKAVWV 360 

361 LNPEAGMWQC LLSDSGQVLL ESNIKVLPRS DANVVRDRDL EVDTTLKSLS QQIENIRSPE 420 

421 GSRKNPARTC RDLKMCHSDW KSGEYWIDPN QGCNLDAIKV FCNMETGETC VYPTQPSVAQ 480 

481 KNWYISKNPK DKRHVWFGES MTDGFQFEYG GQGSDPADVA IQLTFLRLMS TEASQNITYH 540 

541 CKNSVAYMDQ QTGNLKKALL LKGSNEIEIR AEGNSRFTYS VTVDGCTSHT GAWGKTVIEY 600 
601 KTTKSSRLPI IDVAPLDVGA PDQEFGFDVG PVCFL 



